INTRODUCTION

16
The amino acid c-aminobutyric acid (GABA) is a widely Roberts and Kuriyama, 1968) . 34 GABAergic neurons and glutamate decarboxylases 35 have also been identified in zebrafish (Danio rerio 36 Hamilton) central nervous system (Kim et al., 2004;  37 Delgado and Schmachtenberg, 2008) . This fish species 38 has three isoforms of GAD of which two, gad1a and 39 gad1b, resemble the mammalian GAD67 and the third, splice variants (Fig. 15 ). The f subunit was detected to a a-helices M3, M4 (Fig. 16) . The c 2L is seven and eight Fig. 12) . Each dot represents one group. For pooling criteria see Experimental procedures, RNA extraction and cDNA synthesis. n = 4 apart for q 3a (1), p, q 1 (2), a 1 , a 4 , a 6a , b 3 (3) in cerebella, a 6a , q 3a (1), p (2), q 1 (3) in brain stems.
A
amino acids longer than the c 2S1 and c 2S2 , respectively.
371
Those three splice products were detected in every sam-372 ple and c 2L was the variant more expressed in whole 373 brains (Fig. 3) . Such a pattern was also observed in 374 pooled brain areas apart from the olfactory bulbs and 375 telencephala (Fig. 8) . c 2S1 was more abundant than c 2S2 376 in whole brains, as it was in diencephala and olfactory 377 bulbs and telencephala, but the opposite profile was doc- umented in cerebella, brain stems and optic tecta (Fig. 8) .
379
The olfactory bulbs and telencephala did not express the 380 c 2L splice variants at a higher extent than the short form.
381
Retinas also had the longer splicing product more abun-382 dant than the shorter ones; c 2S1 was indeed less 383 expressed than c 2S2 (Fig. 13) brains (n = 3, Fig. 2A ), but well represented in the 397 retinas ( Fig. 12A) , where it was detected in all samples.
398
The a 6b subunit indeed depicted the opposite profile. (Fig. 18B) porter also dominated in the retinas (Fig. 14B ). In these 438 structures the isoform slc6a1b was also present but less gabarapa but the data set was scattered (Fig. 14E ).
506
DISCUSSION
507
Brains and brain regions Moreover, extracellular GABA is also available for active 637 GABA uptake by the GABA transporters.
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